. Tandem-MS spectrum of C16:0/C18:2-PC (Li + adduct) identified in the positive-ion mode. Fragmentation was performed by total-ion mapping (TIM) using PQD and spectra were analyzed manually. ChoP, phosphatidylcholine; Me 3 N, trimethylamine. Assigned peaks are indicated. m/z, mass to charge ratio. Fig. S2 . Tandem-MS spectrum of C16:0/C18:2-PC (HCOO -adduct) identified in the negativeion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. Me, methyl. Assigned peaks are indicated. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. GroP, glycerophosphate. Assigned peaks are indicated.
. Tandem-MS spectrum of C16:0/C18:2-PC (HCOO -adduct) identified in the negativeion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. Me, methyl. Assigned peaks are indicated.
Fig. S3.
Tandem-MS spectrum of C16:0/C18:1-PE identified in the negative-ion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. GroP, glycerophosphate. Assigned peaks are indicated.
Fig. S4.
Tandem-MS spectrum of C16:0/C18:2-PS identified in the negative-ion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. GroP, glycerophosphate; Ser, serine. Assigned peaks are indicated.
Fig. S5
. Tandem-MS spectrum of C16:0/C18:1-PI identified in the negative-ion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. GroP, glycerophosphate; Ins, myo-inositol. Assigned peaks are indicated.
Fig. S6
. Tandem-MS spectrum of C16:0/C18:2-PA identified in the negative-ion mode. Fragmentation was performed by total-ion mapping using PQD and spectra were analyzed manually. GroP, glycerophosphate. Assigned peaks are indicated.
Fig. S7.
Tandem-MS spectrum of the glycolipid Hex-C18:1-OH/d19:2-Cer identified at m/z 874.7. Fragmentation was performed in the positive-ion mode by total-ion mapping using PQD and spectra were analyzed manually. Assigned peaks are indicated. Table S1 . Cell wall-associated proteins identified in C. neoformans cap 67. The proteins are organized according to GO functions. Orthologs previously reported in cell wall (CW) or extracellular vesicles (EV) from H. capsulatum (Hc), P. brasiliensis (Pb), S. cerevisiae (Sc), C. albicans (Ca), and A. fumigatus (Af) are indicated. Proteins were classified by the Fungal Secretome Database (FSD) into SP (containing signal peptide as identified by SignaIP 3.0); SP3 (bearing signal peptide predicted by SigPred, SigCleave or RPSP); SL (subcellular localization predicted by PSort II and/or Target 1.1b); NS (nonclassical secretion, predicted by SecretomeP 1.0f); and not classified as secretory (-) . Figure S1 -Tandem-MS spectrum of C16:0/C18:2-PC (Li + adduct) identified in the positive-ion mode. Fragmentation was performed by totalion mapping (TIM) using PQD and spectra were analyzed manually. ChoP, phosphatidylcholine; Me 3 N, trimethylamine. Assigned peaks are indicated. m/z, mass to charge ratio. Figure S2 -Tandem-MS spectrum of C16:0/C18:2-PC (HCOO -adduct) identified in the negative-ion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. Me, methyl. Assigned peaks are indicated. Figure S3 -Tandem-MS spectrum of C16:0/C18:1-PE identified in the negative-ion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. GroP, glycerophosphate. Assigned peaks are indicated. Figure S4 -Tandem-MS spectrum of C16:0/C18:2-PS identified in the negative-ion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. GroP, glycerophosphate; Ser, serine. Assigned peaks are indicated. 726.7 632.8 Figure S5 -Tandem-MS spectrum of C16:0/C18:1-PI identified in the negative-ion mode. Fragmentation was performed by TIM using PQD and spectra were analyzed manually. GroP, glycerophosphate; Ins, inositol. Assigned peaks are indicated. Figure S6 -Tandem-MS spectrum of C16:0/C18:2-PA identified in the negative-ion mode. Fragmentation was performed by total-ion mapping using PQD and spectra were analyzed manually. GroP, glycerophosphate. Assigned peaks are indicated. Figure S7 -Tandem-MS spectrum of the glycolipid Hex-C18:1-OH/d19:2-Cer identified at m/z 874.7. Fragmentation was performed in the positiveion mode by total-ion mapping using PQD and spectra were analyzed manually. Assigned peaks are indicated. 
